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The Uganda Virus Research Institute (UVRI) Bioinformatics analysis: ARBO_0474UVRI

is a national reference laboratory for viral FASTQ Miseq output files were imported s ——
infections including HIV, Influenza and into CLC workbench Ver 7.5.1 for: mappingto | cads 80161

Hemorrhagic fevers. Next generation = Data QC, — - S —
sequencing (NGS) is being incorporated into = Removal of host and adapter sequences ) &

laboratory diagnosis for enhanced pathogen = Removal of poor quality sequences Ne.pitest 1280 ot Choohn s
detection during epidemic outbreak (>0.01 Q-score limit) and short reads S — R
investigations. To this end, a regional (<50bases)) N . Ll S
genome center with capacity for deep = Community profiling NCwTT— 8 . T —
sequencing is being established at the UVRI NC_WT - Topea e e e
National Influenza Center (NIC) with Fig 2. The UVRI genomic center NC_gorsts 52 ‘ EnmR R s |
assistance from various collaborating and Bioinformatics computer cluster resmsT ’ i A b

development partners including the Los .
Alamos National laboratory, The Defence ! L
Threat Reduction Agency (DTRA), and I
Centers for Disease Control and Prevention
(CDC). An lllumina MiSeq sequencer with

NCOREHZ 67 “ Glyptafumiferanse
e / chnovis

ARBO_0478UVRI

Complementary h|gh-thr0ughput Computing NCBI-Reference 2:2;%;;11: :/;:;s:aﬂ\;;e;;ﬂ] Organism Name | Medical Importance
infrastructure to support bioinformatic e _
analysis has been installed at the institute. b e Beliiamasiesinzen | Sovcarer
In addition, specialized training of 3 core NCDEy a8 005 Vellonstaparils  secearier
staff in sample processing, sequencing and O oo Seplococcus s | secearer
data analysis is being provided.

NC_008543 320 0.03 Burkholderia see earlier

cenagcepacia

We hereby present site infrastructural Ne_owsas 225 ooz Belllagenieaion, | sesearier

developments, NGS protocols and data NC_DTSSBE 18 ooz Hacmoghilos — Pnuemonia
from a recent meta-transcriptomic analysi Results i

O a ece e a- a Sc Ip 0 Ica aySIS NC_015291 179 0.02 Streptococcus gralis | oral commensal
of four outbreak samples run at the facility. vos

ARBO_O468UVR| NC_002967 7 .02 Tieponemadenticola | see earlier

NC_006351 167 0.02 Burkholderia see earlier

Methods T 5 T rssensin

reference | [9,007,696] NC_012913 162 0.01 mmn seeearlier
Four whole blood samples from patients T I b T e
presenting with various viral hemorrhagic h s NC_orazmo . P Opportuistc
fever (VHF) symptoms, and previously om0 s - B
tested for Ebola virus (EBV) Rift Valley s P
Fever Virus (RFV), Crimean Congo PRSI T | T c c .
Hemorrhagic Fever Virus (CCHFV), Yellow i Ddong " Discussion/Conclusion
Fever Virus (YFV), West Nile Virus (WNV), e il
Chikungunya Virus (CHIKV), Dengue Virus — ksl S —
(DENV), Zika Virus (ZIKAV) by Elisa and o | UVRI Genome Center
PCR, were processed for transcriptome il e Facility is functional though some
sequencing. b [T operational challenges still remain

Fig 1. Schematic lllumina Sequencing ARBO_0473UVRI Outbreak diasgnosis

Workflow = Metagenomic analysis from the 4 samples
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RNA Isolation and QC mipgnge | Hoie showed no substantial gene expression from
neswz T Pacudomonsspuida | Non pafiopenic known agents causing VHF or severe
s Renamsgn |- clinical disease, other than ARBO_0478 for
g ‘ Fonpnsmasns | H. parainfluenzae
Nucleic Acid Fragmentation L Ne_pRoRT A ) e eies |
b e = T S = Supplementary diagnosis from other
. neorssseaas agmlis [P sample types/and or more in-depth
[HTE(RETETCTE Ay r ‘ R bioinformatics data manipulations could
Ligation, Multiplex Indexing y ishowrioes. . . .
and Purification ne_orssea00 . Vet parororarts improve accuracy of this analysis
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NC_014643 247 “ Rothiadentacariasa | normal microbe sin mouth
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